Rules for the classification of TFs and TRs depicted as a bipartite graph. Blue squares represent families, TFs are indicated in solid color, TRs are indicated by shaded squares. Yellow circles represent protein domains from the PFAM database (htttp:// pfam.sanger.ac.uk/), orange circles represent domains generated in-house. In house domain models were generated based on seed alignments and profile HMMs were built using HMMER 3.0 (http://hmmer.janelia.org/)
Columns represent selected families of TFs and TRs, rows represent the species included in this study and bars represent the relative importance: the proportion of a family over the total number of regulators. This analysis will highlight the importance of different TFs and TRs families. We can see that some families have greater representativity in some organisms. In some species, however, there is a homogeneity among families.
In addition of Stramenopiles, we also identified and classified families in other organisms from different lineages. We can see that species are clustering according to their evolutionary relationships, as in Oomycetes, Stramenopiles, Protists, Plants, Metazoan and Fungi. The only exception is O. tauri, which belongs to the lineage of plants and is grouped within the Oomycetes, which are heterotrophic, this might arise due to its small genome size, a feature shared with parasitic organisms.
First, we recovered orthologous groups using Ortho-MCL (http:// www.orthomcl.org/), finding 781 genes clusters. The phylogenetic reconstruction was carried out with Maximum Likelihood analysis using RAxML (Stamatakis, 2008) with 1000 bootstraps. In the tree we can see a clear separation between autotrophic organisms (Green), and the heterotrophic organisms (Blue).
A contrast between the species phylogenetic tree and the family size hierarchical clustering shows that both trees have the same topology, implying that TFs and TRs families-sizes carry a strong phylogenetic signal.
We use all the available genome sequences of Stramenopiles, there are large differences on genome size, number of genes and number of predicted proteins in this group. Stramenopiles is a Protist group that range from large multicellular seaweeds to tiny unicellular species; their members are present in freshwater, marine and terrestrial habitats, and embrace many ecologically important organisms (e.g., diatoms, brown algae) and many species of economically importance such as Phytophthora infestans, an important pathogen of potato, or Saprolegina parasitica, a major fish pathogen. 
Phytophthora infestans

